-S6: Trees from phylogenetic analysis of POU class genes. All maximum likelihood analyses were done in PhyML with an LG model of amino acid substitution, and a gamma distribution with four substitution rate categories. Bayesian analyses were performed in PhyloBayes 3.3, running two chains in parallel, until discrepancies between the chains were less than or equal to 0.3, and that the effective sizes were larger than 100. (S1) Maximum likelihood analysis without outgroup sequences. Note that all invertebrate POU3 sequences lack the conserved features of the amniote POU5 linker that are responsible for maintaining stem cell pluripotency, including the critical glutamate at position six. Alternative alignments of Schmidtea and Hydractinia linker regions are possible, and their alignment to the vertebrate POU5 linker in this figure is not meant to suggest that they represent POU5 homologs.
Figure S11: Results of type-I and type-II tests of asymmetric gene family evolution following gene duplication.
The values for the coefficient of functional divergence (ϴ) and the standard error for each pairwise comparison was performed in DIVERGE (v3.0).
